Genomic resources remain scarce for bacteria isolated from oligotrophic caves. We sequenced the genomes of five Proteobacteria isolated from Lechuguilla Cave in New Mexico. Genome-based phylogeny indicates that each strain belongs to a distinct genus. Two Rhizobiaceae isolates possess genomic potential for the biosynthesis of acyl-homoserine lactone.
sion number TKT57503) and LC148 (GenBank Protein accession numbers TKT46115 and TKT66962). The genes coding for these proteins were similarly classified as luxI homologs by antiSMASH 4 and the NCBI Prokaryotic Genome Annotation Pipeline (14, 15) . To confirm the predicted phenotype, LC34 and LC148 were grown in yeast mannitol (YM) medium, and ethyl acetate extracts from the cultures were tested for the presence of AHL signals using the AHL-dependent biosensor Agrobacterium tumefaciens NTL4(pZLR4) (16) . LC34 produced one type of AHL signal with a retardation factor (R f ) that is similar to that of 3-oxo-C8. LC148 produced two distinct AHLs, one with an R f value similar to that of C6 and the other with an R f value smaller than the included AHL standards (Fig. 1B) . Future work investigating the role of quorum sensing in these cave isolates through transposon mutagenesis (17) , targeted gene deletion (18) , or transcriptome sequencing (19) will be informative in understanding bacteria from cave environments. Data availability. The raw Illumina paired-end reads and genome assemblies have been deposited in GenBank under the BioProject numbers listed in Table 1 . Bacterial strains can be requested from Michael A. Savka (Rochester Institute of Technology [RIT], NY, USA).
ACKNOWLEDGMENTS
We acknowledge the Thomas H. Gosnell School of Life Sciences (GSoLS) and the College of Science (COS) at the Rochester Institute of Technology (RIT) for ongoing support. P.C.W. was supported by a 2019 COS Summer Undergraduate Research Fellowship from RIT.
We have declared no competing interests.
